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We claim: 

1 a method of determining the clinical 
outc .^- wit, a cancer using a Genomic Carnage 
Fraction comprising' 

a ^Xrmining the relative change in 
qua ntit Y o/nncleicl^-tween cancel cell, and 
non-cancerous cells of sl^subject; 

b . determining th>Senomic Damage Fraction 
from the results of step (a) 

c . determine the ^^^TL 

according to said su bj ecfs GDF, where ^ 

a predetermined GDF is indicative of a frrst ^ 

outcome, and a GDF lesser than a predetermined 

indicative of a second clinical outcome. 

r^f rlaim <k, wherein the 
2 The method or cxaxm ^, 

relative change in quantity of nucleic acids is 

determined using AP-PCR ™A f ingerprintrng . 

3 . T heV method of claim/1, wherein said first 
clinical outcome is\increased risk. 

^ ViHof claim 1., wherein said second 

4. The me\hod of claim i, 

clinical outcome is de\reased risk. 

5 The method of claim U wherein the 

^loir acids is determined by the 

r;ln;lr q p:ln; -nds present in the cancerous cells as 

compared with the normal cells. 

6 The method of claim 5, wherern the 

le , r , cids is determined by the 

30 bands. 
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o-v, ^ ^-f rlaim wherein the 
7 The method ot claim a, 

acids is determined by the 
relative change m nucleic acias ± 

number of qUali ta ti .e c^es in tne C« 
bands . 

8 The method of claim 5, wherein the 

acids is determined by the 

- — <— - - - 

fingerprint bands. 

^v, a r,-F riaim4, wherein the 
g The method ot claim x, 

•h c is a aain in quantity m 
, relative change in nucleic acids is a gai 

nucleic acids. 

10 The method of claim 4, wherein the 

^no-ir arids is the combination of 
relative change m nucleic acids i 
gain and loss in quantity in nucleic acids. 

H The method of claim l /f wherein the 
5 . a~ i«* a aain in quantity m 

relative change in nucleic acids is a gam 

nucleic acids. 

fK ,/L f claim i, wherein the subject 
The method/701 ciaxm .y 

with cancer has colorect^ 

A method of determining the clinical 
outcome of a s^ecL 

a. gating the AP-PCR DNA fingerprint of 
non-cancerous cells Ir^said subject; 

b . generating^RP-PCR DUA fingerprint of 
25 primary cancer cells from saio^ubject; 

c generating the fingerprint of 

metastatic cancer cells from said ,ui5*ct, and 
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identifying chromosomal regions from 

clinical outcome for said subject. 

14 The method of claim^, wherein the gain 

cells . 

15 The method of clain/lS, wherein said 

1S The method of claim ,15, wherein said band 
s is band N from the DNA fingerprint generated with the 
Blue primer (SEQ ID. N0:1) . 

. 17 A method of determining the clinical 

cutc^iX a subject with a cancer comprising, 

X operating the AP-PCR D»A fingerprint of 
20 non-cancerousVls from said subject; 

b g eXting the AP-PCR « N A fingerprint of 
primary cancer cells X«" id ^ject; 

c identifyingX r0m0S ° mal ^ * 

. t ^K,te D s (a) and (b) , where 
AP -PCR DNA fingerprint data ofXsteps (a, 
g ains or losses of nucleic .cidsW, and 

d comparing said AP-PCR^* \ ^^erprint. of 
, 4 6 8, 9, and 13 f» \= and step b 
chromosomes 1, 4. 6 - nucle iXcids in 

wherein presence of gain or \ cliniC al 

certain chromosomal regions is prognostxc t hX c 
i outcome for said subject. \ 



18 The method of claim VT wherein said 

• n fhat is determined by band N of 
chromosomal region that 

a frnm the BLUE primer (SEQ iu jnu. 
^ -^ognostrc of the clinrcal outcome for 

said subject. 

Vo 9 A method of predicting a clinical outcome 

of a subj^* — USing ^ amPl0tYPe £r ° m " 
subject comprising/ 

a iocatiXchromosomal regions that have 
g ained and lost nucleic^susing *P-PCP- D N A 
fingerprinting; >v 

b . identifying said ^cmosomal regions that 
have lost nucleic acids; and 

c . identifying said chro m osoX«gi°n= that 
have gained nucleic acids; 

herein the combination of gains and losses accorXng to 
chromosomal regions are prognostic of the clrnrcal \ 
outcome for subject with cancer. 

\ 20 The method of claim 1J* wherein the 

;::rr, \- — - 

25 subject with cancer. \ 

21 A method ofXntifying a genomic region 
*r in a sub\ct having said cancer 
relevant for a cancer m a suD]e^ 

comprising, 

(a) generating the AP-PCR SHa fingerprint of 

In, primary cancer, and\etastatic tumor 
30 non-cancerous cells, primary x 

cells from said subject; and \ 



identifying said genomic regions from 
AP-PCR DMA fingerprint data of step (a), showing gains 
and losses of nuclelc^ids is certain genomic regions 
thereby identifying a genomTc^ion linked to a cancer 
gene . 

Tte ^ uat hod_of_^^ said 

cancer is colorectal cancer. ' . 

23 The method of claim 2}, wherein the said 
AP -PCR DNA fingerprint is generated with the Blue primer 
(SEQ ID NO: 1) - 



